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Materials and Methods
Data collection and scientometric analysis
The Science Citation Index Expanded citation index databases in the Web of Science core collection, a common data source for scientific and bibliometric research, were retrieved as the source database for this study. The search expressions included the application of "PD" to the "Nurr1" field, which retrieves the title, abstract, and keywords of publications in Web of Science to find the required literature. The time span was "2002 to 2019", and the publication types selected were "Article" and "Review" because they represent most of the literature with complete research results. After the search, a total of 335 eligible documents were collected, and the search results were saved as "Other File Formats" with "Full Record and Cited References" on 20 March 2019.
Data analyses
We used the Search Tool for the Retrieval of Interacting Gene (STRING) software to construct a network model showing protein interactions based on known and predicted protein-protein interactions. In addition, protein ontology and functional relationships were obtained from the Kyoto Encyclopedia of Genes and Genomes (KEGG) database. The main research method of this paper was based on Scientometrics, and analysis software included the Visualization of Similarities viewer (VOSviewer; developed by van Eck and Waltman of Leiden University in The Netherlands) (version 1.6.9; www.vosviewer.com) and text files. VOSviewer can analyze complex networks using clustering analysis according to the connection strength between projects. It has strong advantages such as mapping knowledge domain display, especially clustering; in analyzing large-scale data sets; and constructing complex networks.
Liquid chromatography-mass spectrometry (LC-MS) analysis
LC-MS was performed using an Acquity Ultra high-performance liquid chromatography system (Waters, Milford, MA, USA) and LCQ Fleet Ion Trap mass spectrometer (Thermo Scientific, Madison, WI, USA). Chromatographic separation was performed using an Acquity UPLC BEH C18 column (inner diameter, 2.1 × 100 mm, 1.7 µm).
The mobile phase consisted of water containing 0.5% formic acid and acetonitrile using a gradient of 5−50 % for 0−15 min with a flow rate of 300 µL/min. The MS spectrometer parameters were as follows: nebulizing and sheath nitrogen gas pressure, 60 and 20 psi; capillary temperature, 200 °C; and capillary voltage, −26 V. 
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